Sapoviruses (SaVs) were detected and quantified in 8/10 water samples collected from wastewater treatment works (WWTWs) and water sources impacted by these WWTWs in Limpopo Province, South Africa. The median SaV concentration was 2.45 × 10 6 copies/L and SaV genotypes I.2 and IV were characterised. This study provides new data on the high concentrations of clinically relevant SaVs in rivers and dams impacted by poor-performing WWTWs.
INTRODUCTION
Sapovirus (SaV), a genus in the Caliciviridae (CV) family, is increasingly being recognised as a cause of gastroenteritis outbreaks worldwide, infecting both children and adults (Miyoshi et al. ; Svraka et al. ; Lee et al. ) . The genus is divided into at least five genogroups (GI-GV) based on the capsid gene sequence (Farkas et al. ) .
Sapoviruses that infect humans belong to GI, GII, GIV and GV (Farkas et al. ) and GI and GII are each further divided into at least seven genotypes (Oka et al. ) . Sapovirus has been implicated in a waterborne outbreak of gastroenteritis in France, along with other human CVs (Bon et al. ) and has also been associated with foodborne outbreaks, where bivalve shellfish (Iizuka et 
RESULTS AND DISCUSSION
Sapoviruses were detected in 80% (8/10) of the water samples (Table 1) and consequently, high titres of pathogens such as SaV in poorly treated wastewater discharge may have a negative impact on the health of populations using the water sources for domestic, recreational or agricultural purposes. 
